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Technical Appendix
Methods

Zika Virus Sequencing
Blood samples were collected from symptomatic patients following the epidemiologic surveillance guidelines proposed by the Ministry of Health of Chile (Documents B51/833-2015
and 158/04 for surveillance of transmissible disease). These guidelines include the obligatory notification of suspected cases and require the sending of samples to the Public Health Institute of Chile for diagnostic and characterization of viral agents.
Viral RNA was extracted from serum using an easyMAG extraction system (bioMerieux) and the complete E and partial NS5 genes were amplified by nested RT-PCR in two fragments (PCR primers are described in Technical Appendix Table 1 ) and sequenced bidirectionally by using Sanger Sequencing, as previously described (2) . Nucleotide sequences were assembled and edited using the SeqMan program (DNASTAR, Madison, WI).
Sequence Dataset and Phylogeographic Analysis
Concatenated E and NS5 fragments of seven Easter Island ZIKV strains were aligned with ZIKV Asian genotype complete coding sequences (CDS) and E sequences available on
GenBank by December 2017 with information about country of infection and date of isolation from: Southeast Asia (CDS sequences), Pacific Islands (CDS and E sequences) and the Americas (CDS sequences) (alignment available upon request). Representative subsets of sequences from the Americas and Singapore were selected using a previously described strategy (3).
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The spatiotemporal viral diffusion pattern was reconstructed using the Markov chain 
